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FranceAbstractWe report here the main characteristics of ‘Urinacoccus massiliensis’ gen. nov. sp. nov., strain FC2 (CSURP1992). This strain was isolated from
the urine of an asymptomatic 7-year-old boy.
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E-mail: didier.raoult@gmail.comAs part of a culturomics study [1,2] of the human microbiome,
in 2015 we isolated from the urine of a 7-year-old boy hospi-
talized for dental care under general anaesthesia a bacterial
strain that was not identiﬁed by matrix-assisted laser desorp-
tion– ionization time-of-ﬂight mass spectrometry (MALDI-TOF
MS) screening using a Microﬂex spectrometer (Bruker Dal-
tonics, Bremen, Germany) [3]. The patient’s parents provided
signed informed consent and the ethics committee of the
Institut Federatif de Recherche IFR48 validated the study under
number 09-022.
The initial growth was obtained after 10 days of incubation in
an anaerobic blood culture vial (Becton Dickinson, Le Pont-de-
Claix, France) supplemented with 5 mL of 0.2-μm ﬁltered
rumen ﬂuid. A subculture of strain FC2 was then obtained after
48 h of incubation at 37°C on 5% sheep blood–Columbia agar
medium (bioMérieux, Marcy l’Etoile, France) in anaerobic at-
mosphere generated using the GENbag Anaer systemsw Microbe and New Infect 2016; 14: 36–37
2016 The Authors. Published by Elsevier Ltd on behalf of European Society of Clinical Microb
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p://dx.doi.org/10.1016/j.nmni.2016.07.017(bioMérieux). Agar-grown colonies were microscopic and
translucent with a mean diameter of 1 μm. Bacterial cells were
Gram-positive cocci, ranging in length from 300 to 500 nm.
Strain FC2 was catalase and oxidase negative. The 16S rRNA
gene was sequenced using the fD1-rP2 primers as previously
described [4], using a 3130-XL sequencer (Applied Biosciences,
Saint Aubin, France). Strain FC2 exhibited a 91% sequence
identity with Peptoniphilus coxii strain RMA 16757T (GenBank
Accession number GU938836) [5], the phylogenetically closest
species with standing in nomenclature (Fig. 1), which putatively
classiﬁes it as a new genus member of the family Peptoniphila-
ceae in the phylum Firmicutes.
Strain FC2 presents a 16S rRNA gene sequence divergence
>5% with its phylogenetically closest species with standing in
nomenclature [6], so we propose the creation of the new genus
‘Urinacoccus’ gen. nov. (u.ri.na.coc’cus, N. L. masc. n. composed
of u.ri.na, L. N. gen. fem. urina, from urina, the Latin name of
urine and coc’cus. L. N. gen. masc. coccus, from coccus, the Latin
name of bacterium having a spherical or spheroidal shape) as
strain FC2 is a coccus and was ﬁrst isolated from a paediatric
urine sample. We propose the new species ‘Urinacoccus mas-
siliensis’ sp. nov. (mas.sil.ien’sis. L. Adj. gen. fem. massiliensis, of
massilia, the Latin name of Marseille) because strain FC2 was
ﬁrst found in the city of Marseille.iology and Infectious Diseases
nses/by-nc-nd/4.0/)
FIG. 1. Phylogenetic tree showing the
position of ‘Urinacoccus massiliensis’
strain FC2 relative to other phyloge-
netically close neighbours. Sequences
were aligned using CLUSTALW, and
phylogenetic inferences were obtained
using the maximum-likelihood method
within the MEGA software. GenBank
Accession numbers are indicated in
parentheses. Numbers at the nodes
are percentages of bootstrap values
(95%) obtained by repeating the
analysis 500 times to generate a ma-
jority consensus tree. The scale bar
indicates a 1% nucleotide sequence
divergence.
NMNI Morand et al. Urinacoccus massiliensis 37MALDI-TOF spectrum accession number. The
MALDI-TOF spectrum of ‘Urinacoccus massiliensis’ strain FC2T
is available at: http://mediterranee-infection.com/article.php?
laref=256&titre=urms-database.
Nucleotide sequence accession number. The 16S
rRNA gene sequence was deposited in GenBank under
Accession number LN881616.
Deposit in a culture collection. Strain FC2 was deposited
in the Collection de Souches de l’Unité des Rickettsies (CSUR,
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